SUPPLEMENTARY DATA
NaCl and 1 mM β-mercaptoethanol at 4 ºC. Salt stability of the pentamer was checked by performing analytical size-exclusion chromatography of the protein sample at 4 ºC, using the same column, in buffers containing varying concentrations of NaCl (ranging from 150 mM to 2 M). Analytical size-exclusion chromatography was used to check the stability of the protein to increasing concentrations of urea by incubating the protein samples in buffers containing the respective urea concentration for 16 hours at room temperature and then passing through a Superdex 75 10/300 GL column, equilibrated with a buffer having the same urea concentration, also at room temperature.
Histone cross-linking assay
Disuccinimidyl suberate (DSS) was dissolved in DMSO to a final concentration of 12.5 mM.
Further, DSS was mixed with the H3/H4 histone oligomer at the indicated final concentration in a buffer containing 20 mM PIPES (pH 7.4), 300 mM NaCl and incubated for 20 minutes at room temperature. The cross-linking reaction was quenched using 50 mM and analyzed on a 12% SDS-PAGE gel.
Electrophoretic mobility shift assay
To study the salt stability of AtFKBP53 NTD interaction with NCP, purified AtFKBP53 NTD and NCP were mixed in a buffer containing 20 mM Tris (pH 7.5), 1 mM EDTA and 1 mM DTT, and with NaCl concentrations varying from 50 mM to 250 mM, in separate reactions. The mixtures were incubated at 4 ºC for 1 hour and subjected to electrophoresis on a 6% Native PAGE in 0.5X TBE buffer for 180 mins at 60 Volts and stained with ethidium bromide (EtBr) for visualization. The β-strands are numbered from 1 to 8. The β-hairpin motif made up of the strands β4 and β5 of both the monomers are highlighted in pink. The 3 10 helix in AtFKBP53 NTD structure that is present between strands β2 and β3 has been shown in purple, while its corresponding region forming the acidic tract A1 in XlNPM is shown as a dotted red line, indicating the absence of this flexible stretch in the crystal structure. Fo-Fc map (grey) is shown for the acidic tract A1 of AtFKBP53 NTD present between strands β6 and β7 (in red; stick model with residue number). A1 tract is present on the same face/side in both proteins. At the region corresponding to the GSGP motif in XlNPM1, AtFKBP53 NTD has a GDRS motif, both shown as ball and stick model with element colours in (grey C; blue N; red O).
TABLES Supplementary
Supplementary Figure S5 . Structural alignment of AtFKBP53 NTD with other nucleoplasmins. Cartoon representations of the structural alignment of AtFKBP53 NTD (in cyan) with other nucleoplasmin structures shown in different colours.
